Key indicators: single-crystal X-ray study; T = 173 K; mean (C-C) = 0.002 Å; R factor = 0.053; wR factor = 0.131; data-to-parameter ratio = 18.0.
The molecule of the title compound, C 10 H 12 N 2 O 4 , is located around an inversion center. The carboxylate groups are twisted slightly with respect to the pyrazine ring, making a dihedral angle of 2.76 (19) . In the crystal, molecules are stacked along the c axis via weak C-HÁ Á ÁO hydrogen bonds.
Related literature
For the structures of related compounds, see : Zhang et al. (2010) ; Cockriel et al. (2008) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Comment
The structure of the title compound is illustrated in Fig. 1 . The molecule of title compound, C 10 H 12 N 2 O 4 , is essentially planar and the carboxylate groups are twisted slightly with respect to the pyrazine ring, making a dihedral angle of 2.76 (19)°. The carboxyl C-O and C═O bonds are normal, while the bond angle of C-N═C are slightly larger than those in diisopropyl pyrazine-2,5-dicarboxylate (Zhang et al., 2010) . The angle C3-O1-C4 of 116.05° is larger compared to the value of 115.05° in pyrazine-2,5-dicarboxylic acid dimethyl ester (Cockriel et al., 2008) . The crystal structure is stabilized via van der Waals forces and week C-H···O hydrogen bonds ( Fig. 2 and Table 1 ).
Experimental
The title compound was synthesized by dissolving 2,5-pyrazinedicarboxylic acid (2 g, 11.9 mmol) in 200 ml ethanol, while stirring 2 ml concentrated H 2 SO 4 was added slowly. The solution was left to reflux for 12 h, then distillation under reduced pressure until no solution to outflow. The solution was made neutral with Na 2 CO 3 (aq), extracted with 30 ml ethyl acetate. Transparent crystals of the title compound were obtained by slow evaporation at room temperature for ten days.
Refinement
H atoms were included in a riding model approximation with C-H = 0.93-0.97 Å, and with U iso (H) = 1.2U eq (C) or 1.5U eq (C mehtyl ) .
Computing details
Data collection: SMART (Bruker, 1997 ); cell refinement: SAINT (Bruker, 1999) ; data reduction: SAINT (Bruker, 1999);  program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

